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Figure S1 Soft Clustering of NTRs. 10 NTR expression profile clusters are identified through soft clustering procedure. Each NTR
is assigned a line color corresponding to its membership value, with red (1) indicating high association. The major developmental

groups are organized as in Figure 1B-D (A). Principal component analysis shows relationships between the 20 clusters, with

thickness of the blue lines between any two clusters reflecting the fraction of genes that are shared (B, thickness of blue lines).

n=the number of genes in each cluster.
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